, Related to Figure 2. Self-organizing map (SOM) and oocyte SOM components (A) A gene is clustered according to the minimum distance of its expression vector from prototype vectors assigned to units in a 2D grid. Initial vectors can be chosen in a variety of ways. In this work, they are initialized by mapping the first two principal components of the data onto the grid. Training proceeds by incrementally moving each prototype toward input vectors that map near it, using a weighting that decreases with map distance from the best matching unit (BMU). The trained SOM consists of prototypes adapted to input data and exhibits spatial organization of units in larger-scale clusters across the grid. Colorbar represents log transformation of normalized data vectors, where normalization is performed on a gene-by-gene basis by subtracting the vector mean and dividing by its standard deviation. (B) Single-cell ooycte transcriptomes depicted as individual components of the self-organizing map (SOM).
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